Escherichia coli O157:H7 is a major etiologic agent of diseases in humans that cause diarrhea, hemorrhagic colitis, and hemolytic-uremic syndrome. Here, we report the draft genome sequences of two strains isolated from cattle that had high levels of Shiga toxin 2 and high lethality in mice.
and EDL933 (13) using BLAST and ACT (14) to analyze structural differences. Variants at the nucleotide level were analyzed using breseq (15) and the same references. Both strains carry the large virulence plasmid pO157, but strain 7.1_Anguil has an additional plasmid highly homologous to avian pathogenic E. coli (APEC) strain 7122 (O78:K80:H9) plasmid pChi7122-3.
Genes were predicted with Prodigal version 2.6.1 (16), obtaining 5,643 and 5,439 genes for 7.1_Anguil and Rafaela_II, respectively. Using GET_HOMOLOGUES (17), we compared the gene content using the OrthoMCL methodology (18) to obtain shared and unique genes using strains TW14359 and EDL933 as references. The comparison of shared genes showed a closer phylogenetic relationship between isolate 7.1_Anguil and reference strain EDL933, while isolate Rafaela_II is closely related to TW14359. This is also supported by a previously performed SNP analysis (15) . Based on core and pangenome analysis, a considerable number of exclusive genes from Rafaela_II (272) and 7.1_Anguil (447) are under analysis.
Nucleotide sequence accession numbers. These wholegenome shotgun (WGS) projects have been deposited at DDBJ/ EMBL/GenBank under the accession numbers LAZD00000000 for 7.1_Anguil and LAYW00000000 for Rafaela_II. The versions described in this paper are LAZD01000000 and LAYW01000000, respectively.
